ABSTRACT We report here the draft genome sequence of a Chryseobacterium indologenes strain, isolated from a blood culture of a 2.2-year-old child admitted to the hospital for vomiting and coughing. The genome was composed of 5,063,674 bp and had 37.04% GC content. We detected 4,796 genes with predicted proteincoding functions, including those associated with antibiotic resistance.
tions. Genome sequencing was performed using MiSeq Illumina technology (2 ϫ 300 bp), generating 3,772,882 paired-end reads. FqCleaner version 3.0 was used to eliminate adapter sequences (8, 9) , reduce redundant or overrepresented reads (10) , correct sequencing errors (11) , merge overlapping paired reads, and discard reads with a Phred score (measure of the quality of identification of nucleobases generated by automated DNA sequencing) of Ͻ20. Illumina read de novo assembly was performed using SPAdes version 3.10.0 (12, 13) , with default parameters. Acquired resistance genes were detected using ResFinder version 3.0 (14) . The genome was annotated using the PATRIC Web server version 3.5.39 (15) .
In total, 48 assembled contigs with an N 50 value of 193,241 bp and an average coverage of 36.1ϫ, which had 5,063,674 bp and 37.04% GC content, were annotated using the PATRIC Web server annotation pipeline (15) (16) (17) (18) (19) . The genome harbors 64 tRNA genes, 3 rRNA genes, and 4,796 protein-coding sequences. The antimicrobial resistance (AMR) genes detected in this genome and the corresponding AMR mechanisms are provided in Table 1 .
The extended-spectrum ␤-lactamase gene bla CIA was responsible for the resistance to ticarcillin, piperacillin, ticarcillin plus clavulanate, tazobactam, and ceftazidime but not to cefepime. A metallo-␤-lactamase gene, bla , was responsible for the resistance to imipenem. Our phenotypic results showed that the catB gene did not confer complete resistance to chloramphenicol and that the tet(X) gene was nonfunctional, like that originally found in Bacteroides spp. (20) (21) (22) (23) . The Tet(X) protein showed 62% identity with Tet(X) from the strain AF25-18 (GenBank accession number RJV36860) and 62% with Tet(X) from Chryseobacterium oncorhynchi (GenBank accession number PWN64762). Studies on hosted bacteriophages, secretion systems, mobility, and ability to form biofilms would allow us to understand the pathogenic potential of our C. indologenes isolate and its role in bacteremia.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number VCBR00000000. The version described in this paper is version VCBR01000000. Raw sequence data for this strain were deposited under SRA accession number PRJNA551338. 
